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<210> 1 

<211> 2885 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (719) . . (2128) 



<220> 

<221> UNSURE 
<222> (39) 

<223> May be any nucleic acid 
<220> 

<221> UNSURE 
<222> (67) 

<223> May be any nucleic acid 
<220> 

<221> UNSURE 
<222> (70) 

<223> May be any nucleic acid 



<220> 

<221> UNSURE 
<222> (409) 

<223> May be any nucleic acid 



<220> 
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<221> UNSURE 
<222> (437) 

<223> May be any nucleic acid 
<220> 

<221> UNSURE 
<222> (1922) 

<223> May be any nucleic acid 
<220> 

<221> UNSURE 
<222> (2587) 

<223> May be any nucleic acid 
<220> 

<221> UNSURE 
<222> (2687) 

<223> May be any nucleic acid 
<220> 

<221> UNSURE 
<222> (2735) 

<223> May be any nucleic acid 
<220> 

<221> UNSURE 
<222> (2751) 

<223> May be any nucleic acid 
<220> 

<221> UNSURE 
<222> (2761) 

<223> May be any nucleic acid 
<220> 

<221> UNSURE 
<222> (2763) 

<223> May be any nucleic acid 
<220> 

<221> UNSURE 
<222> (2771) 

<223> May be any nucleic acid 
<220> 

<221> UNSURE 
<222> (2792) 

<223> May be any nucleic acid 
<400> 1 

tcctgcgtta tccccctgat tctgtggata accgtattnc cgcctttgag tgagctgata 60 
ccgctcnccn cagccgaacg accgagcgca gcgagtcagt gagcgaggaa gcggaagagc 120 
gcccaatacg caaaccgcct ctccccgcgc gttggccgat tcattaatgc agctggcacg 180 
acaggtttcc cgactggaaa gcgggcagtg agcgcaacgc aattaatgtg agttagctca 240 
ctcattaggc accccaggct ttacacttta tgcttccggc tcgtatgttg tgtggaattg 300 
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tgagcggata acaatttcac acaggaaaca gctatgacca tgattacgcc aagctcgaaa 360 

ttaaccctca ctaaagggaa caaaagctgg agctccaccg cggtggcgnc cgctctagaa 420 

ctagtggatc ccccggnctg caggggcaca cacacgcaca catacacaga atcctcagat 480 

aacaggaggc aataaatcca acagcacatc cacgttcaga gaacagtgtc cctgctgtct 540 

tgctaacagc tgccaatacc tcactgagtg cctcacacca acatgggctc caagtgagtt 600 

tcattcgtct gggcagactc cctcccctct tccataaagg ctgcaggaga cctgtagctg 660 

tcacaggacc ttccctaaga gcccgcaggg ggaagactgc cccagtccgg ccatcacc 718 

atg etc egg ccc att ctg gat get ccc cag egg ttg ctg aag gag ggg 766 
Met Leu Arg Pro lie Leu Asp Ala Pro Gin Arg Leu Leu Lys Glu Gly 
1 . 5 10 15 

aga gcg tec egg cag ctg gtg ctg gtg gtg gta ttc gtc get ttg etc 814 
Arg Ala Ser Arg Gin Leu Val Leu Val Val Val Phe Val Ala Leu Leu 
20 25 30 

ctg gac aac atg ctg ttt act gtg gtg gtg cca att gtg ccc acc ttc 862 
Leu Asp Asn Met Leu Phe Thr Val Val Val Pro lie Val Pro Thr Phe 
35 40 45 

eta tat gac atg gag ttc aaa gaa gtc ate tct tct ctg cac etc ggg 910 
Leu Tyr Asp Met Glu Phe Lys Glu Val lie Ser Ser Leu His Leu Gly 
50 55 60 

cat gee gga agt tec cca cat gec etc gee tct cct gec ttt tec acc 958 
His Ala Gly Ser Ser Pro His Ala Leu Ala Ser Pro Ala Phe Ser Thr 
65 70 75 80 

ate ttc tec ttc ttc aac aac aac acc gtg get gtt gaa gaa age gta 1006 
lie Phe Ser Phe Phe Asn Asn Asn Thr Val Ala Val Glu Glu Ser Val 
85 90 95 

cct agt gga ata gca tgg atg aat gac act gee age acc ate cca cct 1054 
Pro Ser Gly lie Ala Trp Met Asn Asp Thr Ala Ser Thr lie Pro Pro 
100 105 110 

cca gee act gaa gec ate tea get cat aaa aac aac tgc ttg caa ggc 1102 
Pro Ala Thr Glu Ala lie Ser Ala His Lys Asn Asn Cys Leu Gin Gly 
115 120 125 

aca ggt ttc ttg gag gaa gag act acc egg gtc ggg gtt ctg ttt get 1150 
Thr Gly Phe Leu Glu Glu Glu Thr Thr Arg Val Gly Val Leu Phe Ala 
130 135 140 

tea aag get gtg atg caa ctt ctg gtc aac cca ttc gtg ggc cct etc 1198 
Ser Lys Ala Val Met Gin Leu Leu Val Asn Pro Phe Val Gly Pro Leu 
145 150 155 160 

acc aac agg att gga tat cat ate ccc atg ttt get ggc ttt gtt ate 1246 
Thr Asn Arg lie Gly Tyr His lie Pro Met Phe Ala Gly Phe Val lie 
165 170 175 

atg ttt etc tec aca gtt atg ttt get ttt tct ggg acc tat act eta 1294 
Met Phe Leu Ser Thr Val Met Phe Ala Phe Ser Gly Thr Tyr Thr Leu 
180 185 190 
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etc ttt gtg gec cga acc ctt caa ggc att gga tct tea ttt tea tct 1342 
Leu Phe Val Ala Arg Thr Leu Gin Gly lie Gly Ser Ser Phe Ser Ser 
195 200 205 



gtt gca ggt ctt gga atg ctg gee agt gtc tac act gat gac cat gag 1390 
Val Ala Gly Leu Gly Met Leu Ala Ser Val Tyr Thr Asp Asp His Glu 
210 215 ' 220 

a g a gga cga gec atg gga act get ctg ggg ggc ctg gee ttg ggg ttg 143 8 
Arg Gly Arg Ala Met Gly Thr Ala Leu Gly Gly Leu Ala Leu Gly Leu 
225 230 235 240 

ctg gtg gga get ccc ttt gga agt gta atg tac gag ttt gtt ggg aag 1486 
Leu Val Gly Ala Pro Phe Gly Ser Val Met Tyr Glu Phe Val Gly Lys 
245 250 255 

tct gca ccc ttc etc ate ctg gee ttc ctg gca eta ctg gat gga gca 1534 
Ser Ala Pro Phe Leu lie Leu Ala Phe Leu Ala Leu Leu Asp Gly Ala 
260 265 270 

etc cag ctt tgc ate eta cag cct tec aaa gtc tct cct gag agt gec 1582 
Leu Gin Leu Cys lie Leu Gin Pro Ser Lys Val Ser Pro Glu Ser Ala 
275 280 285 

aa g ggg act ccc ctc ttt; at 9 ctt ctc aaa <? ac cct tac atc ct g gtg 1630 

Lys Gly Thr Pro Leu Phe Met Leu Leu Lys Asp Pro Tyr lie Leu Val 
290 295 300 

get gca ggg tec atc tgc ttt gec aac atg ggg gtg gee atc ctg gag 1678 
Ala Ala Gly Ser He Cys Phe Ala Asn Met Gly Val Ala He Leu Glu 
305 310 315 f 320 

ccc aca ctg ccc atc tgg atg atg cag acc atg tgc tec ccc aag tgg 1726 
Pro Thr Leu Pro He Trp Met Met Gin Thr Met Cys Ser Pro Lys Trp 
325 330 335 

cag ctg ggt eta get ttc ttg cct gec agt gtg tec tac ctc att ggc 1774 
Gin Leu Gly Leu Ala Phe Leu Pro Ala Ser Val Ser Tyr Leu He Gly 
340 345 350 

acc aac ctc ttt ggt gtg ttg gec aac aag atg ggt egg tgg ctg tgt 1822 
Thr Asn Leu Phe Gly Val Leu Ala Asn Lys Met Gly Arg Trp Leu Cys 
355 360 365 

tec eta atc ggg atg ctg gta gta ggt acc age ttg ctc tgt gtt cct 1870 
Ser Leu He Gly Met Leu Val Val Gly Thr Ser Leu Leu Cys Val Pro 
370 375 380 

ctg get cac aaa aat ttt ggt ctc att ggc ccc aat gca ggg ctt ggc 1918 
Leu Ala His Lys Asn Phe Gly Leu He Gly Pro Asn Ala Gly Leu Gly 
385 390 395 400 

ctt ncc ata ggc atg gtg gaa tct tct atg atg ccc atc atg ggg cac 1966 
Leu Xaa He Gly Met Val Glu Ser Ser Met Met Pro He Met Gly His 
405 410 415 
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ctg gtg gat cca cgc cac acc teg gtg tat ggg agt gtc cac gec ate 2014 
Leu Val Asp Pro Arg His Thr Ser Val Tyr Gly Ser Val His Ala lie 
420 425 430 

get gat gtg get ttt tgc atg ggc ttt get ata ggc tat tct gag tea 2 062 
Ala Asp Val Ala Phe Cys Met Gly Phe Ala lie Gly Tyr Ser Glu Ser 
435 440 445 

gga ctg ccc cat gga gac ccg gat gta tea acc cag aaa cct ctt ccc 2110 
Gly Leu Pro His Gly Asp Pro Asp Val Ser Thr Gin Lys Pro Leu Pro 
450 455 460 

tgg acc agt cac cat ggc tgacccacgg ctcagtggcc tcaaaacctc 2158 
Trp Thr Ser His His Gly 
465 470 

tgcctgggat cttcttcctc ccctcccatg gagactgtcc ctcatactct tctcacctgt 2218 
gtaacttgta gctcttcmtc tatgecttgg tgccgcagtg gcccatcttt tatgggaaga 2278 
cagagtgatg caccyycccg ctgctgtgag gttgattaaa cttgagctgt gaeggggtte 233 8 
tgcaaggggt gactcattgy atagaggtgg tagtgagtaa tgtgcccctg aaaccagtgg 2398 
ggtgactgac -aagcctcttt aatctgttgc 1 ctgattttct ctggcatagc cccaacagat 2458 
eggaagagtg ttaccctctt twccctcaac gtgttctttc ccgggttttc cccagccgag 2518 
ttgagaaaat gttctcagca ttgtcttgct gccaaatgcc agektgaaga gttwggtatg 2578 
ktttttctnc catttatttt atttattwac taaagtgaat gattttactg tggytaaatc 2638 
tagagctget aaaagggctt taccctcagt gaaaagtgtc ttctatttnc atwatctttc 2698 
agaaacwgga gcccatttct cttctggtgg agttatngac atcctcctga ccncccctgt 2758 
gtntnectae ctntactgaa cctcttagac tctnagaaat aaaagtagaa gaaagacaga 2 818 
aaaattaact gattagaccc aagatttcat gggaagaagt taaaagaaac tgccttggaa 2 878 
atccctc 2885 



<210> 2 
<211> 470 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> UNSURE 
<222> (402) 

<2 23> May be any amino acid 
<400> 2 

Met Leu Arg Pro lie Leu Asp Ala Pro Gin Arg Leu Leu Lys Glu Gly 
1 5 10 15 

Arg Ala Ser Arg Gin Leu Val Leu Val Val Val Phe Val Ala Leu Leu 
20 25 30 

Leu Asp Asn Met Leu Phe Thr Val Val Val Pro lie Val Pro Thr Phe 
35 40 45 

Leu Tyr Asp Met Glu Phe Lys Glu Val lie Ser Ser Leu His Leu Gly 
50 55 60 
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His Ala Gly Ser Ser Pro His Ala Leu Ala Ser Pro Ala Phe Ser Thr 
65 70 75 80 

lie Phe Ser Phe Phe Asn Asn Asn Thr Val Ala Val Glu Glu Ser Val 
85 90 95 

Pro Ser Gly lie Ala Trp Met Asn Asp Thr Ala Ser Thr lie Pro Pro 
100 105 110 

Pro Ala Thr Glu Ala lie Ser Ala His Lys Asn Asn Cys Leu Gin Gly 
115 120 125 

Thr Gly Phe Leu Glu Glu Glu Thr Thr Arg Val Gly J Val Leu Phe Ala 
130 135 140 

Ser Lys Ala Val Met Gin Leu Leu Val Asn Pro Phe Val Gly Pro Leu 
145 150 155 160 

Thr Asn Arg lie Gly Tyr His lie Pro Met Phe Ala Gly Phe Val lie 
165 170 ■ 175 

Met Phe Leu Ser Thr Val Met Phe Ala Phe Ser -Gly Thr Tyr Thr Leu 
180 185 190 

Leu Phe Val Ala Arg Thr Leu Gin Gly lie Gly Ser Ser Phe Ser Ser 
195 200 205 

Val Ala Gly Leu Gly Met Leu Ala Ser Val Tyr Thr Asp Asp His Glu 
210 215 220 

Arg Gly Arg Ala Met Gly Thr Ala Leu Gly Gly Leu Ala Leu Gly Leu 
225 230 235 240 

Leu Val Gly Ala Pro Phe Gly Ser Val Met Tyr Glu Phe Val Gly Lys 
245 250 255 

Ser Ala Pro Phe Leu lie Leu Ala Phe Leu Ala Leu Leu Asp Gly Ala 
260 265 270 

Leu Gin Leu Cys lie Leu Gin Pro Ser Lys Val Ser Pro Glu Ser Ala 
275 280 285 

Lys Gly Thr Pro Leu Phe Met Leu Leu Lys Asp Pro Tyr lie Leu Val 
290 295 300 

Ala Ala Gly Ser lie Cys Phe Ala Asn Met Gly Val Ala lie Leu Glu 
305 310 315 320 

Pro Thr Leu Pro lie Trp Met Met Gin Thr Met Cys Ser Pro Lys Trp 
325 330 335 

Gin Leu Gly Leu Ala Phe Leu Pro Ala Ser Val Ser Tyr Leu lie Gly 
340 345 350 

Thr Asn Leu Phe Gly Val Leu Ala Asn Lys Met Gly Arg Trp Leu Cys 
355 360 365 
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Ser Leu lie Gly Met Leu Val Val Gly Thr Ser Leu Leu Cys Val Pro 
370 375 380 



Leu Ala His Lys Asn Phe Gly Leu lie Gly Pro Asn Ala Gly Leu Gly 
385 390 395 400 

Leu Xaa He Gly Met Val Glu Ser Ser Met Met Pro He Met Gly His 
405 410 415 

Leu Val Asp Pro Arg His Thr Ser Val Tyr Gly Ser Val His Ala He 
420 425 430 

Ala Asp Val Ala Phe Cys Met Gly Phe Ala He Gly Tyr Ser Glu Ser 
435 440 445 

Gly Leu Pro His Gly Asp Pro Asp Val Ser Thr Gin Lys Pro Leu Pro 
450 455 460 

Trp Thr Ser His His Gly 
465 470 

<210> 3 

<211> 30 

<212> DNA 

<213> Homo sapiens 

<400> 3 

gactaaagct taatgctccg gcccattctg 30 

<210> 4 

<211> 31 

<212> DNA 

<213> Homo sapiens 

<400> 4 

gaacttctag acggtcagcc atggtgactg g 31 

<210> 5 

<211> 31 

<212> DNA 

<213> Homo sapiens 

<400> 5 

cgggatccct ccatggctcc ggcccattct g 31 

<210> 6 
<211> 29 
<212> DNA 

<213> Homo sapiens 
<400> 6 
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cgggatcccg ctcagccatg gtgactggt 
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<210> 7 

<211> 34 

<212> DNA 

<213> Homo sapiens 

<400> 7 

gtccaagctt gccaccatgc tgcggcccat tctg 34 

<210> 8 

<211> 58 

<212> DNA 

<213> Homo sapiens 

<400> 8 

ctagctcgag tcagccatgg tgactggtag cgtagtctgg gacgtcgtat gggtagca 58 

<210> 9 
<211> 465 
<212> PRT 
<213> Rattus sp. 

<400> 9 

Met Leu Gin Val Val Leu Gly Ala Pro Gin Arg Leu Leu Lys Glu Gly 
15 10 15 

Arg Gin Ser Arg Lys Leu Val Leu Val Val Val Phe Val Ala Leu Leu 
20 25 30 

Leu Asp Asn Met Leu Leu Thr Val Val Val Pro lie Val Pro Thr Phe 
35 40 45 

Leu Tyr Ala Thr Glu Phe Lys Asp Ser Asn Ser Ser Leu His Arg Gly 
50 55 60 

Pro Ser Val Ser Ser Gin Gin Ala Leu Thr Ser Pro Ala Phe Ser Thr 
65 70 75 80 

lie Phe Ser Phe Phe Asp Asn Thr Thr Thr Thr Val Glu Glu His Val 
85 90 95 

Pro Phe Arg Val Thr Trp Thr Asn Gly Thr lie Pro Pro Pro Val Thr 
100 105 110 

Glu Ala Ser Ser Val Pro Lys Asn Asn Cys Leu Gin Gly lie Glu Phe 
115 120 125 

Leu Glu Glu Glu Asn Val Arg lie Gly lie Leu Phe Ala Ser Lys Ala 
130 135 140 

Leu Met Gin Leu Leu Val Asn Pro Phe Val Gly Pro Leu Thr Asn Arg 
145 150 155 160 
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lie Gly Tyr His lie Pro Met Phe Val Gly Phe Met lie Met Phe Leu 
165 170 175 



Ser Thr Leu Met Phe Ala Phe Ser Gly Thr Tyr Ala Leu Leu Phe Val 
180 185 190 

Ala Arg Thr Leu Gin Gly lie Gly Ser Ser Phe Ser Ser Val Ala Gly 
195 200 205 

Leu Gly Met Leu Ala Ser Val Tyr Thr Asp Asn Tyr Glu Arg Gly Arg 
210 215 220 

Ala Met Gly lie Ala Leu Gly Gly Leu Ala Leu Gly Leu Leu Val Gly 
225 230 235 240 

Ala Pro Phe Gly Ser Val Met Tyr Glu Phe Val Gly Lys Ser Ser Pro 
245 250 255 

Phe Leu lie Leu Ala Phe Leu Ala Leu Leu Asp Gly Ala Leu Gin Leu 
260 265 270 

Cys lie Leu Trp Pro Ser Lys Val Ser Pro Glu Ser Ala Met Gly Thr 
275 280 285 

Ser Leu Leu Thr Leu Leu Lys Asp Pro Tyr lie Leu Val Ala Ala Gly 
290 295 300 

Ser lie Cys Leu Ala Asn Met Gly Val Ala lie Leu Glu Pro Thr Leu 
305 310 315 320 

Pro lie Trp Met Met Gin Thr Met Cys Ser Pro Glu Trp Gin Leu Gly 
325 330 335 

Leu Ala Phe Leu Pro Ala Ser Val Ala Tyr Leu lie Gly Thr Asn Leu 
340 345 350 

Phe Gly Val Leu Ala Asn Lys Met Gly Arg Trp Leu Cys Ser Leu Val 
355 360 365 

Gly Met Val Ala Val Gly He Ser Leu Leu Cys Val Pro Leu Ala His 
370 375 380 

Asn He Phe Gly Leu He Gly Pro Asn Ala Gly Leu Gly Phe Ala He 
385 390 395 400 

Gly Met Val Asp Ser Ser Leu Met Pro He Met Gly Tyr Leu Val Asp 
405 410 415 

Leu Arg His Thr Ser Val Tyr Gly Ser Val Tyr Ala He Ala Asp Val 
420 425 430 

Ala Phe Cys Val Gly Phe Ala He Gly Pro Ser Thr Gly Gly Val He 
435 440 445 
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Val Gin Val lie Gly Phe Pro Trp Leu Met Val He He Gly Thr He 
450 455 460 

Asn 
465 
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